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5:00 – 6:30 PM, SUNDAY 
TUTORIAL LECTURES 
Scott McLuckey, presiding 
Room: Hall 4 
5:00 pm Collision-Induced Dissociation: How Does It 
Really Work and What It Can (or Can't) Tell 
You
Peter B. Armentrout, University of Utah




6:45 – 7:45 PM, SUNDAY 
CONFERENCE OPENING AND PLENARY LECTURE 
Scott McLuckey, presiding 
Room: Hall 4 
6:45 pm Welcome to the 58th ASMS Conference on Mass 
Spectrometry; Gary L. Glish, President, ASMS 
7:00 pm Systems Medicine and Emerging Technologies: 
Catalyzing the Transformation from Reactive 
to Proactive (P4) Medicine
Leroy Hood, Institute for Systems Biology
7:45 – 9:30 PM, SUNDAY 
WELCOME RECEPTION IN THE EXHIBIT HALL 
Exhibit Halls ABCDE 
8:30 – 10:30 AM, MONDAY MORNING 
FUNDAMENTALS: ION STRUCTURES AND ENERGETICS 
Veronica Bierbaum, presiding 
Room: Ballroom HJ 
MOA am 08:30 Hydration Energies and Solvent Shell 
Arrangement of Transition Metal Dications 
Using Collision Induced Dissociation, IR 
Action Spectroscopy, and Theoretical Studies;
Theresa E. Cooper1; Jeremy T. O'Brien2; Evan R. 
Williams2; Peter B. Armentrout1; 1University of 
Utah, Salt Lake City, UT; 2University of 
California, Berkeley, CA
MOA am 08:50 LC-MS/MS and Density Functional Theory 
Study of Copper(II) and Nickel(II) Chelating 
Complexes of Elesclomol (a Novel Anticancer 
Agent); Lianming Wu1; Leon Zhou1; David Q. 
Liu1; Frederick G. Vogt1; Alireza S. Kord1; Li 
Liu2; Hong Shi2; Lorrie A. Day3; 1Analytical 
Sciences, GlaxoSmithKline, King of Prussia, PA; 
2Oncology Translational Research, 
GlaxoSmithKline, Collegeville, Pa; 3Drug
Metabolism Pharmacokinetics, GlaxoSmithKline, 
King of Prussia, PA
MOA am 09:10 The Intercalation Complexes of PhePhe with 
Metal Cations; Robert C. Dunbar1; Jeffrey 
Steill2; Jos Oomens2; 1Case Western Reserve 
Univ, Cleveland, OH; 2FOM Rijnhuizen, 
Nieuwegein, Netherlands
MOA am 09:30 Sensitivity of b3 Ion Structure to Minor 
Changes in Amino Acid Sequence; Alessandra 
Ferzoco1; Jeffrey Steill2; Jos Oomens2; Benjamin 
Bythell3; Bela Paizs3; Gary L. Glish1; 1University 
of North Carolina, Chapel Hill, NC; 2FOM
Rijnhuizen, Nieuwegein, Netherlands; 3DKFZ, 
Heidelberg, Heidelberg, Germany
MOA am 09:50 Origin of “Magic-Number” Stability and 
Chiral Selectivity for Serine Clusters in the 
Gas Phase; Anthony Costa; R. Graham Cooks; 
Purdue University, West Lafayette, IN
MOA am 10:10 Does the Structure of Electrosprayed 
Biopolymers Resemble that in Solution?
Thomas Wyttenbach; Christian Bleiholder; Chun 
Wu; Megan Grabenauer; Michael T. Bowers; 
University of California, Santa Barbara, CA
8:30 – 10:30 AM, MONDAY MORNING 
NEW DEVELOPMENTS IN ION TRAPS AND  
HYBRID INSTRUMENTS 
Hao Chen, presiding 
Room: Ballroom ACE 
MOB am 08:30 Accelerating Spectral Acquisition Rate of 
Orbitrap Mass Spectrometry; Oliver Lange; 
Alexander Makarov; Wilko Balschun; Eduard 
Denisov; Thermo Fisher Scientific (Bremen) 
GmbH, Bremen, Germany
MOB am 08:50 Transient Analysis of The Ion Motion Inside an 
Ion Trap under Dipolar AC Excitation; Wei 
Xu; William Chappell; R. Graham Cooks; Zheng 
Ouyang; Purdue University, West Lafayette, IN
MOB am 09:10 A Real-Time Data Acquisition Method for 
Improved Protein Quantitation on Hybrid 
Mass Spectrometers; Craig D. Wenger; Doug 
Phanstiel; Joshua J. Coon; University of 
Wisconsin, Madison, WI
MOB am 09:30 DC Potentials Applied to Endcap Electrodes of 
3-D Ion Traps for Increased Ion Injection 
Efficiency and Manipulation of Ion/Ion 
Reactions; Boone Prentice; Wei Xu; Zheng 
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Ouyang; Scott A. Mcluckey; Purdue University, 
Lafayette, IN
MOB am 09:50 Design and Performance of a Hybrid Mass 
Spectrometer Capable of Comprehensive 
Linked Scans with No Scanning Losses; Sunnie 
Myung1; Andrew Kruchinsky2; David Fenyo1;
Herbert Cohen1; Julio Cesar Padovan1; Brian 
Chait1; 1The Rockefeller University, New York, 
NY; 2Andrew Kruchinsky, San Francisco, CA
MOB am 10:10 Design and Performance of Coaxial Ion Trap: 
Transferring Ions between Two Trapping 
Regions in One Mass Analyzer; Ying Peng;
Zhiping Zhang; Brett J. Hansen; Miao Wang; 
Milton L. Lee; Aaron R. Hawkins; Daniel E. 
Austin; Brigham Young University, Provo, UT
8:30 – 10:30 AM, MONDAY MORNING 
MS OF NUCLEIC ACIDS 
Kathrin Breuker, presiding 
Room: Ballroom BDF 
MOC am 08:30 A Role for the MS Analysis of Nucleic Acids in 
the Post-Genomics Age; Daniele Fabris; U.
Maryland Baltimore County, Baltimore, MD
MOC am 08:50 ETD, PD and Hybrid Tandem MS Techniques 
to Characterize DNA, RNA and DNA Adducts;
Suncerae Smith; Jennifer Brodbelt; The University 
of Texas, Austin, TX
MOC am 09:10 Systematic Study of the Epigenetic Pathways 
Perturbed by 6-Thioguanine in Human Cancer 
Cells; Hongxia Wang; Yinsheng Wang; 
Univeristy of California, Riverside, CA
MOC am 09:30 Detection of Peptide-Oligonucleotide 
Heteroconjugates and Protein:RNA Cross-
Links via Capillary ICPMS; Brittany Catron1;
Joseph Caruso1; Jacqueline Giliberti2; Gary 
Janssen2; Patrick A. Limbach 1; 1University of 
Cincinnati, Cincinnati, OH; 2Miami University, 
Oxford, OH
MOC am 09:50 Gas-Phase Anion-Electron Reactions and 
Vibrational Activation of Nucleic Acids and 
Their Complexes; Hangtian Song; Linjie Han; 
Kristina Hakansson; University of Michigan, Ann 
Arbor, MI
MOC am 10:10 Insights into DNA Damage by 
Electrochemistry/Liquid 
Chromatography/Mass Spectrometry; Herbert 
Oberacher1; Robert Erb1; Sabine Plattner1; Florian 
Pitterl1; Jean-Pierre Chervet 2; 1Medical 
University Innsbruck, Innsbruck, Austria; 2Antec 
(Leyden) BV, Zoeterwoude, Netherlands
8:30 – 10:30 AM, MONDAY MORNING 
MS DERIVED PEPTIDE / PROTEIN  
BIOSIGNATURES / BIOMARKERS 
Chris Turck, presiding 
Room 155 
MOD am 08:30 An Overview of the Roles of Mass 
Spectrometry in Expanding the Clinical 
Plasma Proteome; Leigh Anderson1; Matt Pope2;
Morteza Razavi2; Angela Jackson3; Terry 
Pearson2; 1Plasma Proteome Institute, 
Washington, DC; 2University of Victoria, 
Victoria, BC Canada; 3UVic Genome BC 
Proteomic centre, Victoria, BC
MOD am 08:50 MALDI MS Imaging at Cellular Resolution 
Across Entire Tissue Sections of ALS Mice and 
Co-Registration Using YFP-Labeled 
Fluorescent Neurons; Kristin J. Boggio1; Joseph 
Salisbury1; Nicole Zaia1; Nathalie Y.R. Agar2;
Jeffrey N. Agar1; 1Brandeis University, Waltham, 
MA; 2Brigham & Women's Hospital, Harvard 
Medical School, Boston, MA
MOD am 09:10 Expanding the Biomarker Discovery Pipeline 
from Protein Expression to Turnover; Yaoyang 
Zhang1; Stefan Reckow1; Michaela D. Filiou1;
Christian Webhofer 1; Michael Boehme1; Philipp 
Gormanns1; Giuseppina Maccarrone 1; Wolfgang 
M. Egge-Jacobsen2; Christoph W. Turck1; 1Max
Planck Institute of Psychiatry, Munich, Germany; 
2IMBV, University of Oslo, Oslo, Norway
MOD am 09:30 Label-Free Top-Down Quantitative 
Proteomics: Post-Translational Modifications 
as Potential Disease Biomarkers; Ying Ge;
Jiang Zhang; Moltu Guy; Lisa Xu; Xintong Dong; 
M. Shahriar Salamat; Ken Young; University of 
Wisconsin-Madison, Madison, WI
MOD am 09:50 Digital Pathology: Discovering and Verifying 
Barretts’ Disease Progression Markers in 
Tissue Samples Using LCM-Coupled SRM 
Assays; Amol Prakash1; Brian L Hood3; Michael 
Athanas2; Bryan Krastins1; Taha Rezai1; David 
Sarracino 1; Melanie S Flint3; Jon M Davison4;
Mary F Lopez1; Thomas P. Conrads4; 1Thermo 
Fisher Scientific, Cambridge, MA; 2VAST
Scientific, Cambridge, MA; 3The University of 
Pittsburgh Cancer Institute, Pittsburgh, PA; 
4University of Pittsburgh, Pittsburgh, PA
MOD am 10:10 Development and Application of a Biomarker 
Discovery through Verification Pipeline to 
Cardiovascular Disease; Hasmik Keshishian1;
Terri Addona1; Xu Shi2; Michael Burgess1;
Michael Gillette1; DR Mani1; Gregory Lewis2;
Laurie Farrell2; Michael Fifer2; Marc S. Sabatine3;
Robert E. Gerszten2; Steven A. Carr1; 1Broad
Institute of MIT and Harvard, Cambridge, MA; 
2Massachusetts General Hospital, Boston, MA; 
3Brigham and Women's Hospital, Boston, MA
8:30 – 10:30 AM, MONDAY MORNING 
INCREASING THROUGHPUT FOR  
ADME AND KY ASSAYS 
Christopher Holliman, presiding 
Room: Hall 2 
MOE am 08:30 Parallel Micro-Flow LC Coupled with a Multi-
Inlet ESI Source for High-Throughput 
LC/MS/MS in Drug Discovery; John
Janiszewski 1; Richard Schneider2; Matthew 
Troutman1; Sau Lan Tang Staats 4; Wayne 
Lootsma5; William Schramm5; Felix Yiu6; Arthur 
Fogiel, Jr. 3; 1Pfizer Inc., Groton, CT; 2Pfizer 
Global R&D, Groton, CT; 3Phoenix S&T, Inc., 
Chester, PA; 4Phoenix S & T, Inc, Chester, PA; 
5Sound Analytics, LLC, Niantic, CT; 6Apricot 
Designs, Covina, CA
MOE am 08:50 Reducing Bottlenecks in ADME Sample 
Analysis Using Solid Phase Extraction with a 
Quadrupole Time-of-Flight Mass 
Spectrometer; Panos Hatsis 1; Michelle Romm2;
Vaughn Miller2; Jakal Amin1; William A. 
Lamarr2; Can "Jon" Ozbal2; Shawn Harriman1;
1Novartis Institutes for Biomedical Research, 
Cambridge, MA; 2BIOCIUS Lifesciences, 
Woburn, MA
MOE am 09:10 Evaluation of a New Prototype Accurate Mass 
System for Simultaneous Quantitative and 
Qualitative Bioanalysis and Metabolite 
Profiling; Henrianna Pang1; Hesham Ghobarah2;
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Tanya Gamble2; Yingbo Yang1; Sophie Pan1;
Brad Gien1; Douglas J. Turk1; 1NoAb 
BioDiscoveries, Inc., Mississauga, Canada; 2AB 
SCIEX, Concord, Canada
MOE am 09:30 High-Throughput LDTD384-MS/MS for Drug 
Metabolism and Pharmacokinetic Studies;
Sebastien Gagne1; Patrice Tremblay2; Francis 
Foczeny1; Robert Houle1; Eric Langlois1; Kevin 
Bateman1; Pierre Picard2; 1Merck Canada, 
Kirkland, Canada; 2Phytronix Technologies, 
Quebec, QC
MOE am 09:50 Automated Solid-Phase Microextraction in 96-
Well Plate Format: High-Throughput Analysis 
and Ligand-Receptor Binding Studies; Janusz 
Pawliszyn1; Dajana Vuckovic1; Erasmus Cudjoe1;
Dietmar Hein2; Rosa Vatinno3; Carlo Zambonin3;
1University of Waterloo, Waterloo, Canada; 
2Professional Analytical Service Technology, 
Magdala, Germany; 3Universit`a degli Studi di 
Bari, Bari, Italy
MOE am 10:10 Liquid Microjunction Surface Sampling Probe 
Analysis of Dried Blood Spots Using an 
Automated Chip-Based Nano-ESI Infusion 
Device; Joseph J. Stankovich1; Matthew J. 
Walworth1; Vilmos Kertesz2; Richard King3; Gary 
J. Van Berkel1; 1Oak Ridge National Laboratory, 
Oak Ridge, TN; 2Oak Ridge National Lab, Oak 
Ridge, TN; 3PharmaCadence Analytical Services, 
LLC, Hatfield, PA
8:30 – 10:30 AM, MONDAY MORNING 
APPLICATION OF LC-MS FOR  
PK CHARACTERISTICS OF BIOLOGICS 
Yan-Hui Liu, presiding 
Room: Hall 3 
MOF am 08:30 Development of a Novel Sample Preparation 
Strategy for LC/MS/MS Quantitation of Serum 
Binding Domain Antibodies for PK Studies;
Mary B. Moyer; Greg Waitt; Wojciech Krol; 
Chris Herring; Chuck Poole; Jon Williams;
GlaxoSmithKline, Research Triangle Park, NC
MOF am 08:50 LC-ESI/MS and MALDI-MS for Monitoring of 
Glycoform-Related Clearance of a Complex 
Glycoprotein in Cynomolgus Monkeys; Li 
Zang; Xiaoping L. Hronowski; Yelena 
Lyubarskaya; Alexander Buko; Helena Madden; 
Weiner Meier; Rohin Mhatre; BiogenIdec Inc., 
Cambridge, MA
MOF am 09:10 Biosynthetic Concatenated Labeled Peptides: 
Equivalence to Whole Labeled Proteins as 
Internal Standards for Isotope Dilution Mass 
Spectrometry? Jacquelyn Cole 2; Dhaval 
Nanavati1; Cai Chen2; Brian Martin2; Anthony J. 
Makusky; Sanford P. Markey2; 1Northwestern 
University, Evanston, IL; 2NIMH/ NIH, Bethesda, 
MD
MOF am 09:30 Identification and Quantification of in vitro
Protein Metabolites Using a Novel Mass 
Spectrometry-Based Workflow; Scott 
Peterman2; Amol Prakash2; Julian Saba1; Taha 
Rezai3; Bryan Krastins1; David Sarracino1;
1Thermo Fisher Scientific, San Jose, CA; 
2ThermoFisher Scientific, Cambridge, MA; 
3Thermo Scientific BRIMS, Cambridge, MA
MOF am 09:50 A Bioanalytical Strategy for 20 kDa PEGylated 
CGRP Peptide by UPLC-MS/MS; Hongyan Li;
Mark Rose; Jerry Holder; Marie Wright; Les 
Miranda; Christopher James; Amgen Inc, 
Thousand Oaks, CA
MOF am 10:10 Quantitative LC-MS/MS Method Development 
for Quantitation of Therapeutic Proteins in 
Plasma; Steven T. Wu1; Zheng Ouyang2;
Timothy Olah2; Mohammed Jemal1; 1Bristol-
Myers Squibb, Princeton, NJ; 2Bristol-Myers 
Squibb Company, Princeton, NJ
8:30 – 10:30 AM, MONDAY MORNING 
QUANTITATIVE INTACT PROTEOMICS 
Julian Whitelegge, presiding 
Room: Hall 4 
MOG am 08:30 Quantitative Intact Proteomics (QIP): 
Visualizing Variation on a Global Scale; David 
B. Friedman; Sebahat Ocak; Pierre Massion; 
Sarah Stuart; Salisha Hill; W. Hayes McDonald; 
Vanderbilt University School of Medicine, 
Nashville, TN
MOG am 08:50 Confident Identification and Relative 
Quantification of Intact Proteins from Human 
Embryonic Stem Cells Using SILAC; Timothy 
S Collier; Prasenjit Sarkar; Balaji Rao; David C. 
Muddiman; North Carolina State University, 
Raleigh, NC
MOG am 09:10 Absolute Intact Protein Quantification by 
Real-Time Measurement of Tryptophan 
Intrinsic Fluorescence at the ESI Interface 
Prior to Top-Down Mass Spectrometry; Jason 
D. Russell; Ryan T. Hilger; Daniel T. Ladror; 
Mark Tervo; Michael R. Shortreed; Mark A Scalf; 
Lloyd M. Smith; Joshua J. Coon; University of 
Wisconsin, Madison, WI
MOG am 09:30 Fluorescent Zdye Platform for Differential 
Covalent Labeling of Proteins for Quantitative 
Intact Proteomic Analysis on 2D Gels; Edward 
Dratz1; Paul Grieco1; Scott Laffoon1; Ben 
Reeves1; Jennifer Vance1; Matt shipman1; Rand 
Swanson2; 1Montana State University, Bozeman, 
MT; 2Resonon, Inc., Bozeman, Montana
MOG am 09:50 The “PHASST-MS” Approach: Peptidomic 
Profiling Reflects Cellular and Disease State in 
Human Pancreatic Islet Cell Culture; Svetlana 
Nikoulina; Nancy Andon; Carolyn Lowe; Steven 
Taylor; Amylin Pharmaceuticals Inc., San Diego, 
CA
MOG am 10:10 The Identification of Protein Biomarkers 
Distinguishing Virus Transmission Competent 
and Refractive Insect Populations by Coupling 
Genetics with Quantitative Intact Proteomics;
Michelle Cilia1; Tara Fish1; Kevin Howe1; Dawn 
Smith2; Theodore Thannhauser1; Stewart Gray1, 2;
1USDA-ARS, Ithaca, NY; 2Cornell University, 
Ithaca, NY
10:30 AM – 2:30 PM, MONDAY 
POSTER SESSION 
Exhibit Hall ABCDE 
